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BI.ASI Scai di Results 



waiting for 7 jobs to finish 

Commencing search, please wait for results. 

BLASTN 3.0.5 [May-5-1998] 



Altschul, Stephen F., TUomas L. Madderiy Alejandro A. Schafter, 
jinghui Zhang, Zheng Zhang, Webb Miller, and David J- Lipman (1997), 
"Gapped BLAS^ and PSI -BLAST: a new generation of protein database search 
programs", Nucleic Acids Rea. 25:3389-3402. 



Qunryv 



(142 letters) 



Database t Non-redundant Database o£ GenBanX EST Division 
1,779,094 sequences; 669,153,423 total letters 



Searching, 



.donfe 



If you have any problems or questions with the results of this search 
please refer to the p^^fiT ^ftttfi 

ni^^Hbution of 44 Blast Hits nn the Query Sequence 




5e<3uences producing significant alignments! 



3h 
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gh 



ah. 



;iAq:>7260|AA927260 



&:^ppft7flQ-|AAq:>a7ftg| 



oml7£ll.sl Soares_NPL_T_aBC_Sl Homo aapaen 
on98£03.al SoarQS_^TFL_T_GBC_Sl Homo sapiea 
yx4a£ll.sl Homo sapiens cDNA clone 265005 3*. 
AA719Q24 [^719024 ah46blQ.sl Scares testis NHT Homo sapiens 
aAQQ<?971 |aA9Q9971 olllb04.Sl Soares_NFL„T_GBC.Sl Homo sapien 



M^l0ftl|N21081 



W3331B 



Amb|gAA5Q2|H5;C!22Rl21 



j^l6325 ym23a08,rl Homo sapiens cDNA clone 48752 5', 
Kr33318 yyO8a03-Sl Homo sapiens cDNA clone 270604 3'. 

aj94fll.al Soare3_parathyroid^tumor^NbHPA . 
nfS8g03.8l NCX_CGAP_Co3 Homo sapiens cDNA . 
zml7b06.rl Stratagene pancreas (#937208) H. 
H. sapiens partial cDNA sequence; clone c- . 



AhRqfnn9|AAftQn309 



A ft^;4692lAA514692 



ixixnQqsf^f;|Aa099fiQ6 
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AAr)lQS2-t|AAfll0523 zi09K05.rl Soares fetal liver spleen INFLS. 

j^447492|AA447<l92 zwSOgll.rl Soares total fetus Nb2HF$ 9w Ho. 
W^7Q76 | W97Q76 mf6Xa07-rl Soares mouse embryo NbMEl3.5 14. 5 M. 

^ g^2749|AA832749 vw45hl2.rl Soares mouse mammary glauid NbMM, 

AA837370 | AAR3737Q od41c01.sl NCI_GGAP_GCBl Homo sapiens CDWA, 

AA555936|AA^g5936 vie4e02.rl Bdddington mouse embryonic regi. 

]\Afl65^59 | AA866Q?.9 vn42boa.rl stratagene mouse skin (#937313), 



W82751 mf06h09.rl Soares mouse p3NMFl9.5 Mue musculus. 
H33571 EST109706 Rat PC-12 cells, NGF-treated (9 (lays. 
AAO50379|AA050379 mjl4h07,rl Soares mousd erftbryo ilbMEl3.S 14. 



H33571 



^79n90 | M7909Q EST01238 HOJno sapiens CDNA clone HHCPK49. 
AA121457|AA1^14S7 23c91bQ6-rl Soares pregnant uterus NbHPU Ho. 
AA925flS5 | Aj^f??..Sfl!=;s UI-R-Al-eo-e-08-O-Ul . si Ul-R-Al Rattus nor. 



AA206651 



wa'^717|MflFi7l7 2h55e01.sl Soares fetal liver spleen iNFLS SI . 

2<356f07,rl Stratagene neuroepithelium (#93. 
•^ • ^^ACiAS zrllbOS.rl stratagene hNT neuron (#9372335. 
AA542501 fa07c05.rl Zetorafish ICRFzfls Danio rerio . 
AA295723 EST100934 Pancreas tximor I Homo sapiens cD, 
AA4Q2424 zc34f0€,rl Soares ovary tumor NbHOT Homo s. 
AA0S5455 zf20h09.rl Soares fetal heart NbHH19W Homo. 



Ma?'???? 



AAQ74683 



R7 ^6a6|R726fl6 yj93602.rl HOTOO sapiens CDMA clone 156314 5'. 

AA0746a3 zm76d06.rl Stratagene neuroepithelium (#93. 
AA205865 zq50e06.rl Stratagene neuro epithelium (#93. 
T31062 EST26a75 Homo sapiens cDNA 5' end similar to S. 



T35967|T35967 EST94640 Homo sapiens CDNA 5' end similar to S. 
AA639049| AA639Q49 ns02dOfi.sl NCI_caAP_£wl Homo sapiens cHNA . 



: i |c2fl415 | C:2fl415 Rice cDNA, partial sequence (C61011_1A) 
aAS00626|AA8QOg26 EST190X23 Normalised rat lung, Bento Soare. 



MUM. 



F7'^ftfi1 yu60gl0.rl Homo sapiens cDNA clone 230562 5*. 
N86196 J709aF Fetal heart, Lambda ZAP Express Homo sa. 



AA4C'P443, 



AA40044S *u64al0.sl Soares testis mt Homo sapiens . 
AAinOft62 2m26e04.rl Stratagene pancreas (#937208) H. 
AA293832 zt65bll.rl Soar^s testis NHT Homo sapiens , 
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ab|AA9272gO| AA9272 60 ojnl7fll.sl Soare s^NFL_T„GBC_Sl Homo sapiens cDNA clone 
IMAGS: 1541325 3' 
Length = 350 



Score = 198 bits (100), Expect = le-49 

Identities = 12S/132 (96%), Positives ^ 128/132 (96%), Gaps 



4/132 (3%) 



Query; 5 gcaatcga^ragcgttcccccagttgg-tggcccftccggggc-ggagg^Oaagggagcctg 62 

llllllllllllllllllllilllll illlllllllllil Mllllllllllllllli 

Sbjct: 214 gcaatcgagagcgttcccccagttgggtggccgtccggggccggaggggaagggagcctg 273 
Query: 63 gaatcc-aaccacctcccttgcagacccaggcctgtc-agaatctagctgcctgagagag 120 

mill tiiiiiiiiiiiiiiiiiiiiiiiiiiiii iiiiiiiiiiiiiiiiiiiiii , 

Sbjct; 274 gaatcccaaccacctcccttgcagacccaggcctgtccagaatotagctgcctgagagag 333 



Ouery: 121 ggcgagaagggc 132 

iiiiiiiiiiii 

Sbjct; 334 ggcgagaagggc 345 



gh|AA92 8789 | AA95a7a9 on98f03.sl Soare 5^FL_T_GBC_S1 Homo sapiens CDNA Clone 
IMAGE: 1564733 3' 
Length = 480 

Score s 196 bits (99), Expect = 5b-49 

Identities = 136/142 (95%), Positives = 136/142 (95%), Gaps = 6/142 (4%) 
Query: 5 gcaatcgagagcgttcccccagttgg-tggccgtccggggc--ggaggggaagggagcct 61 

iiiiiiiiiiiiiiiiiiiiiiiiii Illlllllllllil iiiiiiiiiiiiiiiii 

Sbjct 1 242 gcaatcgagagcgttcccccagttgggtggccgtccggggcccggaggggaagggagcct 301 
Query: 62 ggaatcc-aaccacctcccttgcagacccaggcctgtc-agaatctagctgcctgagaga 119 

lllllll llllilllllllllllllllllllllllll lllllliilllllllllllll 

sbjct: 302 ggaatcccaaccacctcccttgcagaoccaggcctgtccagaatctagctgcctgagaga 3 61 



Paa6:2 



mtp!//wvm.ncb».nlm,riih.g<>w/cgt-WrV6LAST/nphh.n<swbla«t 



PUST Search ResuttS 



Query: 120 gggcsragaaggg-cagaatgg^ 140 

IIIIIIIIIMI lllllllll 

Sbjct: 362 gggcgagaagggccagtaatggg 3 S3 

g] n|w21Q81|N21081 yxdSfll.fil Homo sapiens cDNA clone 265005 3*. 
Length = 461 

Score = 186 bits (94), Expect = 5e-46 

Identities = 136/142 {95%), Positives = 136/142 (95%). Gaps = 6/142 (4%) 
Ouerv: 5 gcaatcgagagcgttcccccagttgg-t^gccsftccggggc-gga-^gggaagggagcct 61 

iiiiiiiiiiiiiiiiiiiiiiiiii iiiiiiiiiiiiii III iiiiiiiiimii „^ 

Sbjct: 212 ^caatcgagagcgttcccdcagttgggtggccgtcc^rggrgccggacggggaasrsgagcct 271 
Query; 62 ggaatcc-aaccacctccctt^cagacccaggcctgtc-aSfaatctagctgcctsfagaga lis 

iiiiiii iiiiiiiiiiiiiimiimiJLiim iiiiiiiiiiimiiiiimi 

sbjct: 272 ggaatcecaaccacctcccttgcagacccaggcctgtccagaatctagctgcotgagaga JJi 
Query; 120 gggcgagaaggg-cagaatggg 140 

IIIIIIIIIMI lllllllll 

Sbjct: 332 osrcrcgagaagggccagaatggsf 353 

n-h | AA'?1QQP4 | AA719Q24 ah46bl0.sl Soares testis NHT Homo sapilsns CDWA clone 1292539 3' 
Length =433 

Score = 184 bits (93), Expect = 2e-45 

Identities = 128/133 (96%), Positives = 128/133 (96%), Gaps = 5/133 (3%) 
Query: 5 gcaatcgagagcgttcccccagttgg-tggccgtccgggg-cggag-gggaagggagcct 61 

iiiiiiiiiiiiiiiiii I lllllllllllll mil iiiiiiimiii 

Sbjct: 217 gcaatcgagagcgttcccccagttgggtggccgtccggggacsrgagtgggaagggagcct ^/b 
Query; 62 ggaatcc-aaccacctcccttgcagacccaggcctgtc-agaatctagctgcctgagaga 119 

lllllll IIIIIMIIIIIIIIIIIIIIIIIIIilll lllllllllllllllllllll 

Sbjct: 277 ggaatcccaaccacctcccttgcagacccaggcctgtccagaatctagctgcctgagaga 33b 
Query: 120 gggcgagaagggc 132 

lllllllllllll 

Sbjct: 337 gggcgagaagggc 349 

qfe| AA909971 | AA909971 olllb04.Sl Scares j!lPL_T_GBC_Sl HOWio sapiens CDNA clone 
IMAGE: 1523119 3' 
Length =394 

Score ^ 182 bitfi (92), Expect s 7e-45 

Identities = 136/143 (95%), Positives = 136/143 (95%), Gape = 7/143 (4%) 
Ouerv: 5 flcaatcgagagcgttcccccagttgg-tggccgtccggggc-ggagggg--aagggagcc 60 

IIIIIIIIIIIIIIIIIIIIIIIIII IIIIIIIIIIIMI lllllll lllllllll 

Sbjct: 242 gcaatcgagagcgttcccccagttgggtggccgtccggggccggaggggggaagggagcc 301 
Query! 61 tggaatcc-aaccacctcccttgcagacccaggcctgtc-agaatctagctgcctgagag 118 

mill II I nil MM 1 1 II I II ill 1 1 nil I ill Mill II IIIIIIIIIIIIII 

Sbjct J 302 tggaatcccaaccacctcccttgcagacccaggcctgtccagaatctagctgcctgagag 3 61 



Query; 119 agggcgagaaggg-cagaatggg 140 

IMIIIlllllll lllllllll 
sbjct; 3 62 agggcgagaagggccagaatggg 384 
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q] ^|H; ^ 6325|Hl6325 yfli23a08.3rX Homo sapiens cim clone 48732 5'. 
Length = 435 

Score = 163 hi^a (82), Expect = 7e-39 

Identities = 135/144 (93%), Positives = 135/144 (93%), Gaps = e/l44 (5%) 
Query; 5 gcAatcgagagcgttccoccagttgg-tggccQ(tccggggc-g5a--ggggaa^fir5ragcc 60 

llllllllllllllllllllilllll llllllllllllll HI H llllllllll 

Sbjcti 151 gcaat;cgagjigo^ttcccccagttgggtggccgt:ccggggccggatgggngaagggagcc 210 
ouerv- 61 tgg-aatcc-aaccacctcccttgcAsracccaggcctgtc-agaatctagctgcctgaga 117 

III mil iiiiiiiiiiiiiiiiiiiiiiniiiiii iiiiiiiiHiiiiimi 

Sbjct: 211 tgggaatcccaaccacctoccttgcagacccaggcctgtccagadtctagctgcctgaga 370 

Query; 118 gagggcgagaaggg-cagaatggg 140 

llllllllllllll lllllllll 
Sbjct: 271 gagggcgagaagggccagaatggg 294 

ab | ^]j331R|^;r3331S yy08a03.sl Homo sapiens cDNA <ilone 270604 3', 
Length =348 

Scoif(> = 147 bits (74), ELxpect = 4e-34 

Identities = 122/131 (93%). Positives ^ 122/131 (93%), Gaps = 7/131 (5%) 
CKiery: 5 gcaatcgagagcgttcccccagttgg-tggccgtccggggc-ggagggg--aagggagcc 60 

lllllllll lllllllllll lllllllltlllll lit HI lllllllll 

Sbjct: 211 gcaatcgagagcgttcccccagttgggtggccgtccggggccgganggg^aaagggagcc 270 
Oueirv: 61 tggaatcc-aaccacctcccttgcagacccaggcctgt-cagaatct-agctgcctgaga 117 

iiiiiiii I II llllllllll liiiiiii nil iiiiiii 

Sbjct: 271 tggaatcccaaccacctcccttgcagacccaggcctgtccagaatctaagctncctgaga 33a 
Ouery: 118 gagggcgagaa 128 

IIIIIIIIIM 

sbjct: 331 gagggcgagaa 341 

<yh[AAR9Q309|AA«90309 aj94£ll.sl soares_parathyroicLtwor_]srbHPA Homo sapiens cDNA clone 
IMAGE: 1404141 3' 
Length = 329 

Score = 143 bits (72), Expect = 66-33 

Identities = 107/112 (95%), Positives = 107/112 (95%). Gaps = 5/112 (4%) 
Query: 5 gcaatcgagagcgttcccccagttgg-tggccgtccggggc-gga-ggggaagggagcct €1 

Illllllllllllll 1 lllllHllinil HI IIHIIIIIIIIII 

Sbjct: 218 gcaatcgagagcgttcccccagttgggtggccgtccggggccggatggggaagggagcct 2/ J 
Query; 62 ggaatcc-aaccacctcccttgoagacccaggcctgt-cagaatctagctgc 111 

HUH IIHIIHIHIIHllll IIIHIIIIlllli 

Sbjct: 278 ggaatcccaaccacctcccttgcagacccaggcctgtccagaatctagctgc 329 

gb|AA^T4692|AA514692 nf58g03.si KlCI_CGAP_Co3 Homo sapiens CDNA clone IMAGE:924148 
Length =262 

score =65.9 bits (33), Bxpect = le-09 

Identities = 40/41 (97%), Positives = 40/41 (97%)/ Gaps = 1/41 (2%) 
Query: 5 gcaatcgagagcgttcccccagtt-ggtggccgcccggggc 44 

IHIIHlllilHIIIHllHI IIIIIIIIIHIHH 

Sbjct: 218 gcaatcgagagcgttcccccagttgggtggccgtccggggc 258 
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gh | AAfi995Qfi|AAQQQB06 zml7b06.rl Stratacieme pancreas (#937208) Homo sapiens cDNA clone 
525875 5' 
Length = 389 

Score =65,9 bits (33), Expect = le-09 

Identities = 63/70 (90%); Positives = 63/70 (90%). Gaps = 6/70 (8%) 
Query: 5 gcaatcgaga^cgttcccccagttgg-- tggccgtccgggg-cgga---ggggaagggag 5S 

iiiiiiitiiiiiiiiiiiiiiiiii iiMiiiiim Mil iiiiitiiiii 

Sbjct; 3 04 gcaatcgagagcgttcccccagttgggtsrggccgtccggggccggang^ggggaagggag JbJ 

Query I 59 cctggaatcc 6S 

llllllllll 
Sbjct: 364 cctggaatcc 373 

S^ffi j? 1 7.4^502 I ^sc22Ba 21 H- sapiens partial cDNA sequence; clone c-22bl2 . 
Length = 191 

Scorta = 50.1 bits (25), Expect = 7e-05 

Identities = 34/36 (94%), Positives = 34/36 (94%) . Gaps = 1/36 (2%) 
Query; 5 gcaatcgagagcgttcccccagtt-g^tggccgtcc 39 

iiiiiiiiiiii iiiiiiiiiii iiiiiiiiiii 

Sbjct: 156 gcaatcsfagagcnttcccccagttgggtggccgtcc 191 

g]: ?|AA010523|AA0in523 ziO9h05.rl Scares fetal liver spleen INFLS SI Homo sapiens cDNA 
clone 430329 5' 
Length = 303 

score =40.1 bits (20), Expect = 0.065 
Identities = 20/20 (100%) y Positives = 20/20 (100%) 

Query 1 116 gagagggcgagaagggcaga 135 

liiiiiiiiiiiiiiiiiii 

Sbjct: 4 sragagggcgagaa^^Ocaga 23 

gb|A^447403 |AAA47492 2w90gll-rl Scares total fetus l^b2HP8 9w Homo sapiens cDNA clone 

784292 5' similar to WP;IC07P5.14 CE06128 '^<QO 
Length =445 ^ 

Score =40.1 bits (20), Expect = 0.065 

Identities = 20/20 (100%), Positives = 20/20 (100%) 

Query: 1X6 gagagggcgagaagggcaga 135 

llltllllllllllllllll 
Sbjct: 27 gagagggc^agaagggcaga 46 

crb|W97Q76 |w97076 mf61a07.rl Scares mouse embryo NbMBl3.5 14. 5 Mus musculus cDNA 
clone 418740 S» similar to PIR!M9420 A49420 tuberous 
sclerosis protein 2 - human ; . 
Length = 528 

Score =36.2 bits (18), Expect =1.0 

Identities = 18/18 (100%), Positives - 18/18 (100%) 

Query: 85 gacccaggcctgtcagaa 102 

llllllllllllllllll 
Sbjct: 160 gacccaggcctgtcagaa 143 



gta |AA832749lAA832749 vw45hl2.rl Soares mouse maitonary gland NbMMG Mus musculus cDNA clone 
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1246823 5' similar to TR:Q61008 Q61008 TUBERIN. ; 
Length =561 

score ^36.2 bits <18), Expect - 1.0 

Identities ^ 18/18 (100%!, Positives = 18/lS (100%) 



Query; 85 gacccacr^cctgtcagaa 102 

iiiiiiiiiiiiiiiiii 

Sbjct: 265 gacccaggcctgtcagaa 24S 



qb | ftA83737Q|AAftr^^1'70 od41c01 - si NCI_CGAP_0CB1 Homo sapiens cDtJA clone IMAGE: 1370496 
fiiinilar to gb:Dl3748 EUKARyOTIC INITIATION FACTOR 4 A- 1 
(HUMAN) ; 
Length = 501 

score = 3S.2 bits (18), Expect ^ 1.0 

Identities = 18/18 (100%), Positives =^ ia/l8 (100%) 



Qu^ry: 40 ggggcggaggggaaggga 57 

iiiiiiiiiiiiiiiiii 

Sbjct: 468 ggggcggaggggaaggga 451 



gh|AA555936|AA555q36 vi64eQ2.rl Beddington mouse embryonic region Mus muaculus cdnA 
clone 908570 5' similar to TRiG1236402 G1236402 TUBERIN, 

Length = 390 

Score = 36.2 bita (IS), Expect =; 1.0 

Identities = 18/18 (100%), Positives = 18/18 (100%) 



Ouery: 85 gacccaggcctgtcagaa 102 

iiiiiiiiiiiiiiiiii 

Sbjct I 154 gacccaggcctgtcagaa 137 

g ^l AA866929|AA866929 vn42b08,rl Stratagen* mouse sKin (#^37313) KU3 muaculus CDNA clone 
1023831 5' similar to TR:Q61008 061008 TUBERIN. ; 
Length = 855 

Score =36.2 bits (18), Expect =1.0 

Identities = 18/18 (100%), Positives = 18/18 (100%) 



Query: 85 gacccaggcctgtcagaa 102 

itiiiiiiiiiiiiiiii 

Sbjct; 591 gaoccaggcctgtcagaa 608 



rfb|W8275i I W82751 mf06h09,rl Scares mouse p3NMFl9-S Mus musculus cDNA clone 404321 5' 
similar to PIR:A49420 A49420 tuberous sclerosis prott^in 
2 - human ; 
Length = 507 

Score = 36.2 bits (18), Expect =1.0 

Identities = 18/18 (100%), Positives = 18/18 (100%) 



Query: 85 gacccaggcctgtcagaa 102 

IIIIIIIIIIIIIIIIII 

Sbjct: 321 gacccaggcctgtcagaa 304 



ah|H?3S71 |H33571 E3T109706 Rat PC-12 cells, NGF-treated (9 days) Rattus sp. cDNA 
cloftd RPNAUlO 5; end 
Length -s; 298 

Score = 35.2 bits (18), Expect =1.0 

Identities = 18/18 (100%), Positives = 18/18 (100%) 



